. Phylogenetic trees based on nucleotide sequence of S1 (a), S2 (b), 3a (c), 3b (d), E (e) and S1-E (f) genes of IBVs, where the 27 Korean IBV strains are marked with a filled triangle. Phylogenetic trees were constructed with the Maximum-likelihood method using MEGA 5.05 version. The bootstrap values were determined from 1000 replicates of the original data. The branch number represents the percentage of times that the branch appeared in the tree. Bootstrap values greater than 50% are shown. The p-distance is indicated by the bar at the bottom of the figure. 
. Virus numbers of genotypes isolated during different years. Sequences with ≥90% identity are indicated in bold letters; Identity rates of amino acid sequences within the parenthesis; Synonymous nucleotide changes are indicated in italics.
